We present here the genome sequences of Shewanella baltica strain CW2 and Shewanella morhuae strain CW7, isolated from the gastrointestinal tract of Salvelinus namaycush (lean lake trout) and Coregonus clupeaformis (whitefish), respectively. These genome sequences provide insights into the niche adaptation of these specific species in freshwater systems.
type I restriction-modification systems, hemoglobin-like proteins, a type II restrictionmodification system, glutamate synthase, and anaerobic dimethyl sulfoxide reductase (chains A and B). Although related S. baltica marine isolates contain one to three plasmids (14) , strain CW2 contains no plasmids or genes for a type III secretion system. Although the genes for OmpA were found in both strains, only the gene for the AquaporinZ protein was found in S. baltica, perhaps enabling it to grow in 0% NaCl (6) . Finally, S. morhuae harbored a megaplasmid of 113.6 kb, which encodes a glutathionedependent pathway of formaldehyde detoxification (gfa, frmA, fghA, frmR, and regF). No CRISPR arrays or prophage-like elements were found in either genomic sequence. Thus, these genomic sequences can facilitate future comprehensive comparisons and phylogenetic analyses of the niche adaptation of Shewanella communities.
Accession number(s). The complete genome sequence of S. baltica strain CW2 has been deposited at DDBJ/ENA/GenBank under the accession number CP028355. The version described in this paper is the first version, CP028355.1. The whole-genome shotgun project for S. morhuae strain CW7 has been deposited at DDBJ/ENA/GenBank under the accession number PYSG00000000. The version described in this paper is the first version, PYSG01000000.
